Figure S1
Structure of the PCR products corresponding to smn exon 2a, exon 3 and exon 6. Both the wild-type and constructed mutant forms are depicted.
Figure S2
This graph shows the fraction of cleaved products from all products (y axis) in a mixture composed of various quantities of deletion mutants of exon 2a, 3 and 6 in a population of mutant and wild-type DNA molecules (x axis). Both T7E1 and Surveyor digestion products are shown. The grey intervals correspond to the variation and the dotted line corresponds to a loess regression model fitting.
Figure S3
Predicted cleavage map of all mismatches between D15 and wild-type smn exon 2a alleles.
Figure S4
Predicted cleavage map of all mismatches between D19 and wild-type smn exon 2a alleles. ND: Non determined * The observed size is according to the Agilent fragment analysis Expert software report. Sizing accuracy coefficient of variation is +/-10%, and increases with size.
